Introduction

45
NADP-dependent malic enzyme (NADP-ME; EC 1.1.1.40) catalyzes the oxidative 46 decarboxylation of malate to generate pyruvate, CO 2 and NADPH. In plants, the NADP-ME family is represented by several members, localized to cytosol and plastids. One of the which resulted in 80-85% RH. After 1-7 days at high temperature, the seeds were stored at 170 293 K and 33% RH for 3 days in a hygrostat of MgCl 2 and dried again in a desiccator with 171 silica gel (6% RH). The RH and temperature were monitored in all steps with a datalogger.
172
The germination was assayed in replicates of 100 seeds in agar plates and recorded after 7 173 days.
175
Stomatal opening assays 176 WT and nadp-me1 plants were grown in soil pots for 2-3 weeks. The stomatal 177 response was evaluated in detached leaves measuring the stomatal aperture after treatment 178 with 30 μM ABA according to (Wohlbach et al., 2008) .
180
In silico phylogenetic analysis 181 Protein sequences were retrieved from Phytozome 9.1 database 182 (www.phytozome.net), using A. thaliana NADP-ME2 as query. The evolutionary history 183 was inferred using the Neighbor-Joining method (Saitou and Nei, 1987) . The evolutionary 184 distances were computed using the Poisson correction method (Zuckerkandl and Pauling, (Table S1 , cis-analyzer, Gismondi unpublished). (Fig. 1D ). Germination was evaluated by counting the number of seeds with visible radicles in MS plates (A) or MS supplemented with 10 µM ABA (B). The proportion of germinated seeds after evaluating 300 seeds per line is shown. Germination was also evaluated using long time stored seeds (C) or after exposing them to high temperature (313 K) for 1-7 days (D). The asterisk denotes significant differences (p < 0.05) between WT and nadp-me1 lines. Fig. 4: Stomatal opening and root length assays in nadp-me1 mutant. (A) Stomata pore size was determined in the light and in the presence or absence of 30 μM ABA. Between 70-100 stomata aperture were measured. Primary (PR, B) and lateral (LR, C) root length were assayed in seedling transferred to MS plates supplemented with 10 µM ABA, 100 mM NaCl or 225 mM mannitol for 6 days. All values are presented and the statistical descriptions of each set of data are shown as box plots. The asterisk denotes significant differences (p < 0.05) between WT and nadp-me1 line. Figure 1 : NADP-ME1 expression in response to NaCl, mannitol and ABA. (A) Relative levels of the transcripts of NADP-ME genes in rosettes in control conditions (MS) or after 6 hs treatments of seedling with 100 mM NaCl, 225 mM mannitol or 10 µM ABA. The expression levels of NADP-ME genes are normalized to expression of the reference gene polyubiquitin 10 (UBQ). The values are the average of at least two independent experiments ± SD. In (B) and (C) the levels of NADP-ME1 and NADP-ME2 transcripts after 12 h of ABA treatment or 10 µM ABA, respectively, are shown.
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Table S1: Motifs selected for the analysis of occurrence in promoters and 5'UTR. Table S2 : Location of motifs in the promoters and 5'UTR of the genes selected. Table S3 : Location of motifs in the promoters and 5'UTR of NADP-ME genes from P. patens. 
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